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METHOD OF IDENTIFYING NOVEL G-PROTEIN 
RECEPTORS AND THEIR FUNCTIONS 

FIELD OF INVENTION 

5 The present application relates to methods of identifying new 7-transmembrane (G- 

protein coupled) receptors and methods for identifying ligands and receptors' biological 
functions. 

BACKGROUND OF INVENTION 

10 The advent of rapid DNA sequencing spawned the 'genomic era', leading to the 

initiation of the Human Genome Project. The novel technologies developed in association 
with genomic research have already had a significant impact on the way investigations into 
the basis of disease are being conducted and will, no doubt, substantially enhance how 
diseases are diagnosed and treated in the near future. To keep pace with the evolution of 

1 5 molecular medicine, the pharmaceutical industry has embraced genomics and is attempting to 
exploit the new technologies to identify novel targets for drug discovery. The major questions 
which remain to be addressed concern how to convert genomic sequences into therapeutic 
targets in an expeditious manner and eventually obtain pharmaceuticals to enhance the quality 
of life. This invention relates to G protein-coupled receptors (GPCRs), particularly to so- 

20 called 'orphan ' receptors 1 . 

G protein-coupled receptors are a superfamily of integral plasma membrane proteins 
involved in a broad array of signaling pathways. Since the first cloning of GPCR gene 
sequences over a decade ago, novel members of the GPCR superfamily continue to emerge 
through cloning activites as well as bioinformatic analyses of sequense databases, although 

25 their ligands are unidentified and their physiological/biological function (relevance) remain to 
be defined. These 'orphan' receptors provide a rich source of potential drug discovery targets. 

The GPCR superfamily is related both structurally and functionally. The signature 
motif of these receptors is seven distinct hydrophobic domains, which are 20 to 30 amino 
acids in length, that are linked by hydrophilic amino acid sequences of varied lengths 2 ' 3 . 

30 Biophysical 4 and biochemical 5 studies support the notion that these receptors are intercalated 
into the plasma membrane with the N-terminus extracellular and the C-terminus in the 
cytoplasmic portion of the cell. Therefore, these receptors are often referred to as seven 
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transmembrane receptors or 7TM receptors. While it is not yet known how many individual 
genes actually encode these receptors, it is clear that this family of proteins is one of the 
largest yet identified. Functionally, GPCRs share in common the property that upon agonist 
binding they transmit signals across the plasma membrane through an interaction with 

5 heterotrimeric G proteins 6 * 7 . These receptors respond to a vast range of agents 2 ' 5 ' 8 such as 
protein hormones, chemokines, peptides, small biogenic amines, lipid-derived messengers, 
divalent cations (a calcium sensor has been identified that is a GPCR 9 ) and even proteases 
such as thrombin, which activates its receptor by cleaving off a portion of the N-terminus 10 . 
Finally, these receptors play an important role in sensory perception including vision and 

1 0 smell 2 ' 5 ' 8 . Correlated with the broad range of agents that activate these receptors is their 

existence in a wide variety of cells and tissue types and thus they play roles in a diverse range 
of physiologic processes. It is likely, therefore, that the GPCR superfamily is involved in a 
variety of pathologies. This point was recently emphasized by the surprizing discovery that 

certain GPCRs for chemokines act as cofactors for HIV infection 1 1-1 3 . 

1 5 GPCRs represent the primary mechanism by which cells sense alterations in their 

external environment and convey that information to the cells' interior. Binding of an agonist 
to the receptor promotes conformational changes in the cytoplasmic domains leading to the 
interaction of the receptor with its cognizant G protein(s). Agonist-promoted coupling 
between receptors and G proteins leads to the activation of intracellular effectors which 

20 substantially amplify second messenger production feeding into the signaling cascade. Since 
effectors are often enzymes (e.g. adenylyl cyclase 14 which converts ATP to cyclic AMP or 
phospholipase C 15 which hydrolyzes inositol lipids in membranes to release inositol 
trisphosphate, which in turn mobilizes calcium within a cell) or ion channels 16 , many second 
messenger molecules can be produced as the result of a single agonist binding event with its 

25 receptor. Changes in the intracellular levels of ions and/or cyclic AMP result in modulation 
of distinct phosphorylation cascades 1 7 ' 1 8 , extending through the cytosol to the nucleus, that 
eventually culminate in the physiological response of the cell to the extracellular stimulus. 
Although the overall paradigm is apparently the same for all GPCRs, the diversity of 
receptors, G proteins and effectors suggest a myriad of potential signaling processes and this 

30 becomes an important concept for identification of the function of orphan GPCRs. 
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To date more than 800 GPCRs have actually been cloned from a variety of 
eukaryotic species, from fungus to humans 19 . For humans, the most represented species, 
about 140 GPRCs have been cloned for which the cognate ligands are also known. This 
number excludes the sensory olfactory receptors, which are predicted to number in hundreds 
5 to thousands. By traditional molecular genetic approaches, coupled with the explosion in 
genomic information, we have been able to identify more than 100 additional orphan GPCR 
family members. By definition, there is enough sequence information in the receptor cDNAs 
to clearly place them in the superfamily of G protein-coupled receptors, but there is often not 
sufficient sequence homology with known members of this family to be able to assign their 
10 ligands with confidence and/or predict their function. In total, there are currently over 240 
human GPCRs, excluding sensory receptors. As the size of sequence databases continue to 
increase this list could grow to 400, and perhaps even to 1000 or more unique gene products. 
The list will grow even further as paralogs and alternatively spliced variants emerge. Most 
orphan GPCRs share a low degree of sequence homology, typically about 25-35% overall 
15 amino acid sequence identity, with any known GPCRs, suggesting that they belong to new 
subgroups of receptors. Indeed, several orphans show closer homology to each other than 
to known GPCRs. Nevertheless, the majority of orphan receptors are phylogenetically 
distributed among a broad spectrum of distantly-related known receptors subgroups* 

GPCRs have a proven history of being excellent therapeutic targets. Within the last 
20 20 years several hundred new drugs have been registered which are directed towards 

activating or antagonizing GPCRs and it is estimated that a majority of current research within 
the pharmaceutical industry is focussed on this signaling pathway 20 . Table 1 shows a 
representative snapshot of a variety of receptors, disease targets, and corresponding drugs. It 
is clear from this table that the therapeutic targets span a wide range of disorders and disease 
25 states. 
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Abbreviations: CNS, central nervous system; CP, cardiopulmonary; GI, 

Another example of the significance and versatility of GPCRs is the number of 
cases of genetic diseases that are linked to defects in these proteins. It is likely that many 
more genetic diseases will be mapped to GPCRs receptors as the era of genomics continues 
5 to expand and families with inherited mutations are examined much more comprehensively. 
Clearly there is a need for identification and characterization of further 7TM receptors which 
can play a role in preventing, ameliorating or correcting dysfunctions or diseases. 

The importance of GPCRs to drug discovery continues to be manifested by the fact 
that across the pharmaceutical industry active research projects, ranging from basic studies all 
1 0 the way through to advanced development, are focused on GPCRs as primary targets. 

Molecular biology has had a dramatic influence on these efforts. The cloning of cDNAs for 
well known GPCRs led to the discovery of a surprising number of paralogs 5 . These novel 
receptor subtypes were unexpected because the current cornucopia of pharmacological agents 
did not possess the required selectivity to clearly distinguish all of them and thus an 
1 5 oppotunity for drug discovery was quickly recognized. Current research efforts seek to define 
the physiology associated with these novel receptor subtypes and to discover highly selective 
compounds as potential pharmaceuticals. These efforts are almost exclusively focused on 
GPCRs for which activating ligands are known. Since characterized GPCRs were, and 
continue to be attractive therapeutic targets, it is most reasonable to speculate that many of the 
20 orphan receptors will have a similar potential. The method of the present invention involves 
determination of the function of these orphan receptors, through the identification of 
activating ligands and, once the function is clarified, link the orphan receptors to a specific 
disease and thus establish it as a candidate for a full fledged drug discovery effort. 

As used herein, an orphan GPCR refers to a novel G-protein coupled receptor for 
25 which there is not sufficient sequence homology (identity) with any other known members of 
G-protein coupled receptor family to be able to assign its ligand(s) and thus unable to predict 
its function. The two receptors are said to have low sequence homology (identity) or not 
sufficient sequence homology (identity), when homology (identity) is under 60%, preferably 
under 50%, but more preferably between 35-20%. 
30 "Identity" is a measure of the identity of nucleotide sequences or amino acid 

sequences. In general, the sequences are aligned so that the highest order match is 
obtained. "Identity" per se has an art-recognized meaning and can be calculated using 
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" published techniques." See, e.g.: (COMPUTATIONAL MOLECULAR BIOLOGY, Lesk," 
A.M., ed., Oxford University Press, New York, 1988; BIOCOMPUTING: INFORMATICS 
AND GENOME PROJECTS, Smith, D.W., ed.. Academic Press, New York, 1993; 
COMPUTER ANALYSIS OF SEQUENCE DATA, PART I, Griffin, A.M., and Griffin, 
5 H.G., eds., Humana Press, New Jersey, 1994; SEQUENCE ANALYSIS IN MOLECULAR 
BIOLOGY, von Heinje, G., Academic Press, 1987; and SEQUENCE ANALYSIS 
PRIMER, Gribskov, M. and Devereux, J., eds., M Stockton Press, New York, 1991). 
While there exist a number of methods to measure identity between two polynucleotide or 
polypeptide sequences, the term "identity" is well known to skilled artisans (Carillo, H., 
10 and Lipton, D., SIAM J Applied Math ( 1 988) 48: 1073). Methods commonly employed to 
determine identity or similarity between two sequences include, but are not limited to, those 
disclosed in Guide to Huge Computers, Martin J. Bishop, ed., Academic Press, San Diego, 
1994, and Carillo, H., and Lipton, D., SIAM J Applied Math (1988) 48:1073. Methods to 
determine identity and similarity are codified in computer programs. Preferred computer 
15 program methods to determine identity and similarity between two sequences include, but 
are not limited to, GCS program package (Devereux, J., et ai, Nucleic Acids Research 
(1984) 12(1):387), BLASTP, BLASTN, FASTA (Atschul, S.F. et ai, J Molec Biol (1990) 
215:403). 

20 SUMMARY OF THE INVENTION 

This invention relates to a method for identifying drug discovery targets or function 
of orphan GPCRs, which comprises: 

(i) analyzing the structures of a pool of partial or full length gene sequences to identify 
those partial or full length genes that encode putative GPCRs based on 7-transmembrane 

25 receptor motifs, preferably based on bioinformatics; 

(ii) expressing the full length genes in recombinant host cells suitable for ligand 

fishing; 

(iii) screening for the ligands (natural or surrogate) by ligand fishing; and 

(iv) inferring the function of the putative GPCR based on the characteristics of ligands 
30 that bind to it and thereby identifying those putative GPCRs that are useful as drug 

discovery targets. 
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In one embodiment the pool of partial or full length gene sequences employed in (i) 
includes a number of gene sequences that are contigs assembled from partial gene 
sequences. 

In another embodiment the full length genes expressed in step (ii) were first 
5 identified as partial genes encoding putative GPCRs and then fully cloned prior to 
expression in recombinant host cells. 

Yet in another embodiment the partial or full length genes are pre-selected based on 
the types of tissues in which the genes are expressed and/or on chromosome mapping prior 
to expression in the recombinant host cells. 
10 Yet in further embodiment the ligand fishing step, step (iii), includes multiple 

different functional or binding assays. 

Further embodiment involves ligand fishing be carried out against known GPCR 
ligands, against extracts from tissues, biological fluids and cells, and/or against compounds, 
including synthetic peptides, in a compound or combinatorial library. 
15 Yet further embodiment involves that the potential ligands for the ligand fishing 

step are selected from the same tissue type as those from which the putative GPCRs were 
derived. 

Yet in further embodiment involves that the function of the putative receptor is 
inferred in step (iv) from binding to a known GPCR ligand or by first determining the 
20 biological effects of the ligand if the ligand is not a known GPCR ligand. 

The invention also provides a method of using the newly discovered ligands by the 
methods above to generate antibodies thereto and thereby allowing to determine further 
function of the receptors. 

25 BRIEF DESCRIPTION OF FIGURES 

Figure 1. Paradigm shift from classical to reverse molecular phamacological approaches to 
drug discovery 

Figure 2. Strategy for utilizing orphan GPCRs as targets for drug discovery 

30 
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DETAILED DESCRIPTION 
"Reverse" Molecular Pharmacology 

Until recently, research on the identification of GPCRs as targets for drug discovery 
has been conducted with a traditional approach as illustrated in Figure 1 A. For this strategy, 
5 one usually starts with a functional activity, which forms the basis of an assay by which a 
ligand is identified through purification from biological fluids, cell supernatants, or tissue 
extracts. One example of the success of this strategy is the discovery of the potent 
vasoconstricting peptide, endothelin 21 . Once isolated, the ligand is used to characterize its 
cellular and tissue biology as well as its pathophysiological role. Subsequently, cDNAs 
10 encoding corresponding receptors are 'fished* from gene libraries using a variety of 

methodologies (e.g., receptor purification and expression cloning) that often either directly or 
indirectly use the ligand as the 'hook'. As the nucleotide sequences for GPCRs began to 
accumulate and be analysed, additional receptors were cloned by homology screening, by 
polymerase chain reaction (PCR) methodologies which employed oligonucleotide primers 
1 5 based on nucleotide sequences conserved within the seven transmembrane domains of the 

GPCR family and positional cloning. Once the cloned human receptor cDNA is expressed in 
a heterologous cell system 22 , it together with its ligand are used to form the basis of a screen 
to explore chemical compound libraries for receptor antagoninsts or agoninsts. Lead 
structures identified in the screen are refined through medicinal chemistry using an iterative 
20 process. Resulting drug leads with appropriate in vivo pharmacology are passed on into the 
clinic for development. In summary, this traditional scheme starts with a functional activity 
which provides an assay for the purification of a ligand and subsequent identification of its 
receptor. The receptor and cognate ligand are then used in a screen that ultimately aids in the 
discovery and design of a novel drug. 
25 Recently, the applicants were able to devise a radically different departure from the 

traditional approach with the introduction of a new "reverse" molecular pharmacological 
strategy, shown diagramatically in Figure IB. 

Through both traditional molecular cloning techniques and, more recently, mass 
sequencing of expressed sequence tags (ESTs) from cDNA libraries, it is now possible to 
30 identify G protein-coupled receptors through computational, or bioinformatic methodologies. 
The EST approach, initially proposed by Sidney Brenner (University of Cambridge) and 
first brought to large scale practice by Craig Venter (The Institute of Genome Research), 

9 
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"* constitutes random, single pass sequencing of cDNAs randomly picked from a collection of 
cDNA libraries, followed by extensive bioinformatic analysis of the sequence to identify 
structural signatures characteristic of GPCRs. Once new members of the GPCR superfamily 
are identified, the receptors themselves are used as the 'hook' in functional assays (e.g. using 
5 calcium, cAMP, microphysiometer, oocyte electrophysiology, etc.) to fish for natural 

ligands in tissue extracts of human, and other mammalian, species, such as porcine tissue. 
Specifically such tissue extracts include lung, liver, gut, heart, kidney, adrenals, ischemic 
brain, plasma, urine and placenta. Extracts that produce positive functional responses can 
be sequencially subfractionated until an activating ligand is isolated and identified. The 
10 receptor/ligand pair are then used for compound bank screening to identify a lead compound 
that, together with the activating ligand, is used for biology/ pathophysiology studies to 
determine function and the potential therapeutic value of a receptor antagonist (or agonist) to 
ameliorate a disease process. Further evaluation of therapeutic potential can involve 
chromosomal mapping studies of the receptor, together with identification of receptor- 
1 5 associated genetic markers which will allow genotyping of disease populations. Once a 

disease link is finally identified, an appropriate compound can be advanced for clinical study. 

The concept of the above "reverse" molecular pharmacological strategy was validated 
by the success fully decribed in applicants' copending applications [USSN 08/846,705 filed 
April 30, 1997; USSN 08/846,704 filed April 30, 1997; and 08/887,382 filed July 2, 1997, 
20 which is a continuation-in-part application of USSN 08/820,5 19 filed March 19, 1997, which 
further claims priorty to USSN 60/033,604 filed December 17, 1996. All these applications 
are incorporated herein by reference in their entirety]. Briefly, a partial orphan receptor 
HFGAN72 sequence was initially identified through EST analysis method involving a 
computer database search, and subseqeuntly full length cloning was achieved. The receptor 
25 was expressed in HEK 293 cells and ligand fishing was successfully performed to discover 
natural ligands from bovine hypothalamus and rat brain tissue extracts. Results from in situ 
hybridization on adult rat brain slices showed that HFGAN 72 receptor ligands are strongly 
expressed in both the hypothalamus and in the hypothalami neurons. Since the location of 
HFGAN 72 receptor ligands are localized in hypothalamus, it was immediately inferred that 
30 they have a number of neurological and psychiatric implications. Subsequent rat feeding 

study confirmed that HFGAN 72 receptor ligand may be an endogenous regulator of appetite, 
and that antagonists of its receptor may be useful in the treatment of obsesity and diabetes, 
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"' whilst agonists or antagonists may be useful in the treatment of eating disorders such as 
anorexia nervosa, bulimia, and cachexia, among others. 



Screening Strategy: 

5 Figure 2 illustrates the generic strategy for "reverse" molecular pharmacological 

approach. In addition to the EST approach, which has yielded the majority of our collection 
of orphan receptors, we have also utilized a number of more traditional approaches such as 
low stringency screening, using portions of known GPCRs as hybridization probes, as well as 
PCR-based methods. By these techniques we have succeeded in identifying more than 70 
1 0 orphan receptors in addition to those already in the public domain. 

Since cDNAs identified by EST cloning are often incomplete, Northern hybridization 
analysis is used to establish the tissue or cell pattern of mRNA expression of the GPCRs. This 
information is used to identify the tissue/cell cDNA libraries which are to be probed for full 
length clones, and significantly, to determine whether a receptor is expressed in a particular 
15 disease target tissue of interest. A highly selective tissue expression pattern may also provide 
a clue as to receptor function. Once obtained, full length GPCR clones are expressed in 
mammalian cell lines and yeast model systems (see below) for functional analysis. Xenopus 
oocytes may also be used for expression; however low screening throughput limits their use to 
a secondary, confirmatory assay system. For mammalian cell expression, the HEK 293 cell 
20 line or CHO cells are frequently used. These cell types possess a large repertoire of G 

proteins which would be necessary for coupling to downstream effectors. They also share a 
solid history of positive functional coupling for a wide variety of known GPCRs. However, 
since receptor coupling can not be accurately predicted from primary sequence data, orphan 
GPCRs may need to be expressed in a variety of cell lines to establish viable coupling. 
25 These heterologous expression systems form the basis for screening for an activating 

ligand. The success of establishing functional coupling of the recombinant receptor depends 
to a large extent on whether the receptor is properly expressed, which may be assessed by 
Northern or Western blot analysis, and whether appropriate G proteins and downstream 
effectors are present in the cell in which the receptor is expressed. Before ligand fishing is 
30 initated, several steps need to be taken. Because it is difficult to accurately predict the 

coupling specificity of orphan GPCRs from their primary sequence, assays must be chosen 
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which will detect a wide range of coupling mechanisms. These generally focus on changes in 
intracellular levels of cAMP or Ca 2+ , but can also include more generic measurements such 
as metabolic activation of the cell via the cytosensor microphysiometer 23 . Recently, it has 
become possible to configure most of these screens in high throughput format by employing 
5 fluorescent-based assays and using charge-coupled device cameras and reporter gene 

constructs that allow easy readout in microtiter plate format. Ever increasing throughput of 
the assays will be nesssary to screen large libraries as demanded by competitive drug 
discovery. However, this approach is somewhat cumbersome and inefficient if all the assays 
described above have to be employed. It may be possible to funnel heterologous signal 
1 0 transduction through a defined pathway The prospect of a single transduction pathway assay 
was raised by the observation that heterologous expression of the G P rotein subunit > Gal5/,6 < 
promoted coupling of various GPCR subfamily members through activation of phospholipase 
Cb and likely calcium mobi!ization24,25. The diversity of the GPCRs sucessfully coupled 
through G a i 6 to phospholipid metabolism suggests this is a useful method to screen for 

15 orphan receptor activation. 

Once heterologous receptor expression is achieved and functional assays are in place, 
ligand fishing experiments can be initiated. Although the homology with known GPCRs is 
low, one can, if so desired, begin by screening the orphans against known GPCR ligands; 
since the sequence homology between some subtypes of known receptors can be low (e.g. 30- 
20 40% between neuropeptide Y receptor subtypes), it is possible that new paralog receptors for 
known ligands still remain to be discovered. The next step is to search for novel activating 
ligands by screening biological extracts obtained from tissues, biological fluids and cell 
supematants. An additional option is screening libraries of compounds for activating ligands. 
Complex libraries of peptides or compound collections could be rich sources of 'surrogate' 
25 agonists which would promote receptor activation and coupling but are not endogenous 
ligands. Rationale for searching for surrogate agonists springs from a report that a 
nonpeptide agonist has been discovered for the angiotensin II receptor 26 . There is slao an 
obvious precedent for nonpeptide agonists for opioid receptors. These data suggest that 
surrogate agonists need not mimic endogenous agonist binding exactly to initiate signaling 
30 events. Screening of the very large libraries which will be generated by fractionation of 

biological extracts and by combinatorial chemical synthesis require that the functional assays 
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used be not only high throughput but also robust as false positives can be a significant 
problem. 

Examples are beginning to emerge which show progress has been made in 
characterizing novel GPCRs. A first example is the identification of a G protein-coupled 
5 receptor which functions as a calcitonin gene-related peptide (CGRP) receptor 27 . CGRP is a 
37 amino acid peptide, widely distributed in neurons, and functions as a potent vasodilator. It 
may be involved in migraine and has been implicated in Type II diabetes by promoting insulin 
resistance. 

A novel GPCR EST was derived from a human synovium cDNA library^'. 

1 0 Sequence analysis showed the new GPCR to have about 56% similarity to the human 

calcitonin receptor and was hence originally expected to be a new subtype of the calcitonin 
receptor. The message for this novel receptor was expressed predominantly in lung, which is 
known to be a relatively rich source of CGRP receptors. Following full length cloning from a 
human lung library, the receptor cDNA was stably expressed in HEK293 cells. Both 

1 5 radioligand binding using 1 25 I-CGRP, as well as functional assays of CGRP-stimulated 
cAMP accumulation, demonstrated an appropriate pharacological profile for the expressed 
receptor similar to that observed with endogenous CGRP receptors on human neuroblastoma 

2.8 a 

cells. Using a similar set of approach, other novel receptors such as C3a receptor and 
CCK5 receptor were identified. 

20 Further, two groups recently investigated an opioid-like receptor, ORL-1 29 ' 30 . Both 

groups expressed the GPCR in Chinese hamster ovary (CHO) cells and challenged the 
transfected cells with a series of opiate agonists, but without response. Both groups then 
employed a similar ligand fishing approach. Taking crude extracts from rat brain 29 or 
porcine brain 30 , they screened against the stably transfected cell lines using inhibition of 

25 adenylyl cyclase actitivity as a functional assay. They were able to fractionate the brain 
extracts and identify the novel dynorphin-like ligand, which they called nociceptin 29 or 
orphaninFQ 30 . Thus, both teams successfully established a functional assay in transfected 
CHO cells that allowed the purification of a novel 17 amino acid neuropeptide ligand for the 
novel receptor. 

30 Importantly, however, all the examples given above are for receptors with significant 

homology to other known GPCR superfamily members, and their activating ligands proved to 
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be known GPCR ligands or ligands from tissue extracts suspected of containing such ligands 
because the novel receptor had significant of homology to other known GPCRs for which 
biological function can be inferred. This invention relates to a novel method for identifying 
drug discovery targets or function of orphan GPCR, which comprises: 
5 (i) analyzing the structures of a pool of partial or full length gene sequences to identify 
those partial or full length genes that encode putative GPCRs based on 7-transmembrane 
receptor motifs, preferably based on bioinforrnatics; 

(ii) expressing the full length genes in recombinant host cells suitable for ligand 
fishing; 

10 (iii) screening for the ligands (natural or surrogate) by ligand fishing; and 

(iv) inferring the function of the putative GPCR based on the characteristics of ligands 
that bind to it and thereby identifying those putative GPCRs that are useful as drug 
discovery targets. 
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What is claimed is: 

1 . A method for identifying drug discovery targets or function of orphan GPCR which 
comprises: 

5 (i) analyzing the structures of a pool of partial or full length gene sequences to identify 
those partial or full length genes that encode putative GPCRs based on 7-transmembrane 
receptor motifs, preferably based on bioinformatics; 

(ii) expressing the full length genes in recombinant host cells suitable for ligand 
fishing; 

10 (iii) screening for the ligands (natural or surrogate) by ligand fishing; and 

(iv) inferring the function of the putative GPCR based on the characteristics of ligands 
that bind to it and thereby identifying those putative GPCRs that are useful as drug 
discovery targets. 

15 2. The method of claim 1 wherein the pool of partial or full length gene sequences 
employed in (i) includes a number of gene sequences that are contigs assembled from 
partial gene sequences. 

3. The method of claim 1 wherein the full length genes expressed in step (ii) were first 
20 identified as partial genes encoding putative GPCRs and then fully cloned prior to 

expression in recombinant host cells. 

4. The method of claim 1 wherein the partial or full length genes are pre-selected 
based on the types of tissues in which the genes are expressed and/or on chromosome 

25 mapping prior to expression in the recombinant host cells. 

5. The method of claim 1 wherein the ligand fishing step, step (iii), includes multiple 
different functional assays. 

30 6. The method of claim 1 wherein ligand fishing is carried out against known GPCR 
ligands, against extracts from tissues, biological fluids and cells, and/or against compounds 
in a compound or combinatorial library 
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7. The method of claim 1 wherein the potential ligands for the ligand fishing step are 
selected from the same tissue type as those from which the putative GPCRs were derived. 

5 8. The method of claim 1 wherein the function of the putative receptor is inferred in 
step (iv) from binding to a known GPCR ligand or by first determining the biological 
effects of the ligand if the ligand is not a known GPCR ligand. 
the ligand if the ligand is not a known GPCR ligand. 

10 9. A method of using the ligands discovered by the method of claim 1 to generate 
antibodies thereto and thereby allowing to determine further function of the receptors. 
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